The transcription start sites for ospAB, ospD, rpoS, and ospC had been previously determined (Jonsson et al., 1992; Norris et al., 1992; Burtnick et al., 2007; Margolis et al., 1994) and are indicated with asterisks. Putative -35, -24/-12, and -10 promoter regions that precede these experimentally determined transcription start sites are indicated with brackets. from an infectious clone of B. burgdorferi strain 297. Up-regulation of BBK32 in the ospC mutant was evident in an immunoblot analysis using α-BBK32 antibodies. The identity of another protein that was also significantly up-regulated in the ospC mutant, indicated by a question mark, remains unknown. However, given that this protein was significantly up-regulated at 37°C and also reacted strongly with sera from mice infected with B. burgdorferi through tick inoculation (data not shown), this protein could be a lipoprotein belonging to the RpoS regulon. The y-axis scale is the same for all electropherograms, ranging from 0 to 3,000 artibrary units (AU). The direction of the promoter (P) is indicated with an arrow. Three regions of the probe that were protected from DNase I digestion by BosR are designated I, II, and III. The nucleotide sequence of the opposite strand of footprint III is shown. The -35 and -10 promoter regions are indicated with brackets, and the Shine-Dalgarno sequence and the ATG start codon are indicated with double underlines. The transcription start site, as previously determined (Jonsson et al., 1992) , is indicated with an asterisk.
